Marichromatium species are photosynthetic gammaproteobacteria found in marine environments. Only two Marichromatium genomes are publicly available. Here, we report the draft genome sequences of two new Marichromatium strains isolated from Woods Hole, MA. These strains share Ͼ99% similarity to Marichromatium gracile and M. indicum based on 16S rRNA gene sequence analysis.
a GC content of 68.4%. Functional analysis was performed with the Rapid Annotations using Subsystems Technology (RAST) server (14, 15) version 2.0 (http://rast.nmpdr.org/ rast.cgi) via the RASTtk pipeline using the default parameters (16) . Sequences were submitted for annotation to the NCBI Prokaryotic Genome Annotation Pipeline (PGAP) using the default parameters (17) .
Strains AB31 and AB32 are 99.78% identical to Marichromatium gracile DSM 203 and Marichromatium indicum strain JA290 based on 16S rRNA gene sequence analysis. A total of 3,466 protein coding genes were identified via RAST for both AB31 and AB32. Typical genes involved in photoautotrophic and photoheterotrophic metabolism were present in each genome. In addition, numerous terminal reductases for anaerobic metabolism were identified, including a dissimilatory sulfite and a dimethyl sulfoxide reductase. These results demonstrate the metabolic potential of Marichromatium spp. These draft genomes also expand genomic resources within the Marichromatium genus.
Data availability. The whole-genome shotgun (WGS) projects were deposited in GenBank under the accession numbers RHFI00000000 for Marichromatium sp. strain AB31 and RHFJ00000000 for Marichromatium sp. strain AB32. Raw sequencing reads have been deposited in the NCBI Sequence Read Archive (SRA) under the accession numbers SAMN10285739 for AB31 and SAMN10285743 for AB32.
